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Here, we use high-coverage whole genome sequence data to evaluate the 21 abundance, genomic distribution, and population frequencies of TEs in the self-fertilizing 22
allotetraploid Capsella bursa-pastoris. Capsella bursa-pastoris is a recently derived 23 . CC-BY-NC-ND 4.0 International license peer-reviewed) is the author/funder. It is made available under a The copyright holder for this preprint (which was not . http://dx.doi.org/10.1101/042325 doi: bioRxiv preprint first posted online Mar. 3, 2016;  allotetraploid, with population genomic evidence for genome-wide reduction in the 1 strength of selection on point mutations due to both gene redundancy and its selfing 2 mating system (Douglas et al. 2015), making it an interesting model to examine the early 3 fate of transposable elements following allopolyploidization. We look for evidence of TE 4 proliferation beyond what would be expected from additivity of its two parental diploid 5 species. We discuss our results in light of the literature on the association between 6 polyploidization, mating system, and TE abundance across plant species and use these 7 observations to put forward the Perfect Storm Hypothesis for how mating system and 8 ploidy may interact to allow TE-driven genome expansion. 9
Material and Methods 11

Study system 12
The genus Capsella consists of four species with varying mating system, ploidy, and To test whether C. bursa-pastoris has experienced an accumulation or loss of TEs 6 following its origin, we calculated the expected diploid TE copy number from a C. 7 orientalis × C. grandiflora hybrid and compared this number to the observed C. bursa-8 pastoris abundance. We randomly paired up C. orientalis and C. grandiflora individuals 9
and calculated the average TE copy number of such a cross. We performed 1,000 10 replicates of in silico crosses, sampling with replacement. We then compared the 11 expected copy number to the observed abundance in C. bursa-pastoris and found that C. Here, we used the presence/absence of all TE insertions, across all individuals in the three 9 species to categorize insertions as either singletons (present in only one individual) or 10 non-singletons (present in more than one individual). We find that C. grandiflora has the 11 highest number of singletons, potentially suggesting a higher TE activity than C. 12 orientalis and C. bursa-pastoris, which both show similar proportions of singletons 13 (Table 1) . However, differences in demographic history between the species are likely 14 also contributing to the frequency spectrum. 15 16 
Overall, we found no evidence that the species is experiencing a large 1 proliferation of TEs. Instead, the abundance, both overall and near genes, as well as the 2 population frequencies of TEs, are intermediate that of its two parental species C. circumstantial or causal will require in-depth comparative analyses of the joint and 9 unique effects of polyploidy and mating system on genome size and TE proliferation. As 10 we gain increasingly detailed insights into the time since last whole genome duplication 11 event in many lineages, investigating how this interacts with mating system to structure 12 genome evolution is becoming increasingly feasible. 
